Supplementary Table Legends
Supplementary Output paired end sequence length distribution to file 'none specified' Output none-aligned reads to fasta file 'none specified' Output reads with multiple alignments to fasta file 'none specified' Output aligner induced substitution distributions to file 'none specified' Loci base constraints file 'none specified' Contaminant sequences file 'none specified' Process multiple alignment reads by 'slough all reads which match to multiple loci' Offset read start sites when processing site octamer preference -4 
